Purpose: Long noncoding RNAs (lncRNAs) have been demonstrated as effective markers for cancer detection and prognosis prediction. The aim of this study was to determine whether tissue PART1 could be used as a biomarker for prognosis prediction of non-small cell lung cancer (NSCLC). Methods: PART1 expression was detected in 208 cases of stage I-III NSCLC specimens and adjacent normal tissues. The Cox proportional-hazards regression model was used to analyze the association between PART1 expression and overall survival (OS) and disease-free survival (DFS) of the patients. Results: It was found that the expression of PART1 was significantly up-regulated in 73.1% (152/208) stage I-III NSCLC specimens compared with adjacent normal tissues. High tissue PART1 expression was associated with shorter OS and could serve as an independent prognostic biomarker in stage I-III NSCLC patients (hazard ratio [HR] = 2.11, 95% CI = 1.18-3.78, P = 0.012). In addition, high tissue PART1 expression indicated poor DFS in stage I-III NSCLC patients (HR = 1.94, 95% CI: 1.37-2.76, P < 0.001). Conclusions: PART1 may prove to be a promising biomarker for prediction of survival and tumor recurrence in stage I-III NSCLC.
Introduction
Lung cancer is one of the most common human cancers, and the leading cause of cancer-related mortality, resulting in an estimated 224,210 new diagnoses and 159,260 deaths in the United States in 2014 [1] . Non-small cell lung cancer (NSCLC) represents approximately 85% of all lung cancers, and is often discovered at the locally advanced or metastatic stage of the disease. Despite recent advances in targeted therapies, the median 5-year survival rate of NSCLC patients is only about 5% worldwide [2] . Therefore, prognostic assessment of NSCLC patients is essential for the choice of better therapeutic strategies. Although previous studies have identified various differentially expressed protein-coding genes in NSCLC, they lack sufficient sensitivity and specificity, especially for early
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Recently, growing evidence suggests that long non-coding RNAs (lncRNAs) similar to protein-coding genes can act as either oncogenes or tumor suppressors and may be a new class of cancer biomarkers and therapeutic targets [4] . MALAT1 (metastasis-associated lung adenocarcinoma transcript 1) is known as a key prognostic biomarker for lung adenocarcinoma [5] . HOTAIR (HOX antisense intergenic RNA) is reported to be highly expressed in NSCLC with advanced stage and lymph node metastasis [6] . Low expression of taurine upregulated gene 1 (TUG1) [7] and BRAF activated noncoding RNA (BANCR) [8] are associated with larger tumor size, advanced pathological stage and poorer overall survival (OS). Prostate androgen regulated transcript 1 (PART1) is known as a human prostate-specific and androgen-regulated gene that maps to chromosome 5q12. It is highly expressed in the prostate gland and plays an important role in prostate carcinogenesis [9] . However, studies on the role of PART1 in human tumors are still limited, and very little is known about the clinical utility and accuracy of PART1 in NSCLC.
In the present study, we investigated the expression of lncRNA PART1 in clinical NSCLC specimens and adjacent normal tissues, in an attempt to clarify its association with OS and disease-free survival (DFS) of NSCLC patients.
Results

PART1 expression in NSCLC specimens and adjacent normal tissues
In the initial screening phase, a total of 20 paired stage I-III NSCLC specimens and adjacent normal tissues were analyzed using qRT-PCR. It was found that the expression of PART1 was significantly up-regulated in stage I-III NSCLC specimens compared with adjacent normal tissues (P = 0.008) ( Figure 1A ). To validate whether PART1 was differentially expressed in cancer tissues, the relative expression of PART1 in stage I-III NSCLC specimens (n = 208) in comparison with corresponding non-tumor normal tissues was examined by qRT-PCR. PART1 was detected in all 208 (100%) NSCLC tissues. As shown in Figure 1B , PART1 expression was significantly up-regulated in 73.1% (152/208) NSCLC specimens compared with adjacent normal tissues. The above results suggest that over-expression of PART1 might be involved in the pathogenesis of NSCLC.
Association between PART1 expression and clinicopathologic characteristics of patients
Subsequently, we analyzed the correlation between PART1 expression and the clinicopathologic characteristics of the NSCLC patients. According to the median level of PART1 (fold change = 2.5), the patients were assigned to two groups: PART1 high expression group (n= 104) and PART1 low expression group (n = 104). As shown in Table 1 , high PART1 expression was more frequently observed in squamous tumors (P = 0.037). However, there was no significant correlation between PART1 expression and the smoking status (P = 0.405), tumor differentiation (P = 0.867) or epidermal growth factor receptor (EGFR) mutations (P = 0.256). Correlation between PART1 expression and survival of NSCLC patients
To determine whether tissue PART1 levels could predict NSCLC prognosis, survival analysis was performed to estimate OS of NSCLC patients. Kaplan-Meier analysis demonstrated that patients with high PART1 expression in cancer tissues had poorer survival than those with low PART1 expression ( Figure 2 , log-rank test: P = 0.001). To determine whether PART1 expression was an independent risk factor for prognosis, the Cox proportional-hazards regression was used for survival data (Table 2) . Univariate regression analysis showed that high tissue level of PART1 (P = 0.002), high T stage (T3/4; P < 0.001), lymph node metastasis (P = 0.002), and poor differentiation (P = 0.030) were significantly correlated with poor OS (Table 2) . Furthermore, multivariate analysis revealed that high PART1 expression was a significant prognostic factor for poorer OS (HR = 2.11, 95% CI = 1.18-3.78, P = 0.012), independent of T stage (HR = 2.36, 95% CI: 1.54-3.61, P < 0.001, Table 2 ). The above results indicate that high tissue PART1 expression was an independent marker for poor OS in stage I-III NSCLC patients.
Correlation between PART1 expression and recurrence risk of NSCLC patients
To further evaluate whether tissue PART1 level could serve as a predictor of tumor recurrence, the Cox proportional-hazards regression was employed. Similar to the result on OS, there was a significant correlation between DFS and PART1 expression level ( Figure 3 , log-rank test: P = 0.005). Univariate regression analysis also demonstrated that high T stage (T3/4, P = 0.021), lymph node metastasis (P = 0.009), and poor differentiation (P = 0.042) were significantly correlated with DFS. Furthermore, multivariate analysis showed that high PART1 expression was a significant predictor for tumor recurrence (P < 0.001, HR = 1.94, 95% CI: 1.37-2.76; Table 3 ), independent of T stage (HR = 1.68, 95% CI: 1.13-2.49, P = 0.011) and differentiation (HR = 1.50, 95% CI: 1.02-2.22, P = 0.043, Table 3 ). These results indicate that stage I-III NSCLC patients with high PART1 expression had a higher risk of recurrence than those with low PART1 expression.
Discussion
The present study investigated the potential clinical utility of lncRNA PART1 as a novel prognostic and metastasis-predictive biomarker in patients with stage I-III NSCLC. We found that the expression of PART1 was significantly up-regulated in most NSCLC specimens. Furthermore, stage I-III NSCLC patients with high PART1 expression had a shorter OS and a higher risk of recurrence than those with low PART1 expression. With the development of microarray technology, lncRNAs have become an attractive focus in the field of genetic science. lncRNAs have been observed in various human diseases including cancers. Experimental studies showed that several lncRNAs were deregulated in tumor tissues of various cancer types. For example, Ji et al [10] identified MALAT1 as a prognostic marker for metastasis and patient survival in NSCLC. In addition, MALAT1 might also affect the growth and colony formation of NSCLC cells in vitro [11] . Liu et al [12] showed that HOTAIR regulated NSCLC cell invasion, and that high level of HOTAIR expression indicated a poor prognosis in NSCLC. Cheng et al [13] reported that over-expression of UCA1 (urothelial cancer-associated 1) was significantly associated with a shorter progression-free survival in NSCLC. Furthermore, the deregulation of lncRNAs in primary tumor tissues was mirrored in plasma and urine. For instance, Weber et al [14] found that MALAT1 was a candidate blood-based biomarker for the diagnosis of NSCLC. Zhou et al [15] reported that plasma H19 could serve as a potential biomarker for the diagnosis of gastric cancer. Wang et al [16] demonstrated that urine UCA1 was a very sensitive and specific unique marker for bladder cancer. However, we did not restrict our research to plasma PART1 because of the minute quantity and unstable expression of RNA isolated from blood. As mentioned previously, PART1 expression was significantly up-regulated in most NSCLC specimens. Therefore, we conducted this study and proved the relationship between tissue PART1 expression and prognosis in stage I-III NSCLC.
PART-1 is a long non-coding RNA located on chromosome 5q12. Previous studies focused on prostate gland disease. Lin et al [9] demonstrated that PART-1 was highly expressed in the prostate gland and regulated by androgens in human prostate cancer cells. Sidiropoulos et al [17] found that PART-1 was more frequently overexpressed in the cancerous prostatic tissue than that in the benign tissue. Yu et al [18] reported that PART-1 expression was upregulated by androgens and the upregulation was significantly downregulated by genistein in androgen-sensitive LNCaP cells. A recent study [19] identified a set of six lncRNAs (including PART1) that were significantly associated with OS in glioblastoma multiforme. Hou et al [20] performed a genome-wide gene expression analysis on a cohort of 91 NSCLC patients. Re-analysis of the data showed that PART1 was overexpressed in squamous cell lung cancer tissue as compared with that in the normal lung tissue. Our study further confirmed that PART1 expression was up-regulated in most NSCLC specimens, and high PART1 expression predicted a shorter OS and a higher risk of recurrence. Therefore, the present study could serve as a foundation for future study on the role of PART-1 as a lung cancer marker.
The study has several strengths including its prospective design, large sample size, completeness of follow-up and use of multivariable adjustments. We restricted the inclusion of patients who had not received neoadjuvant chemotherapy to avoid possible influence on PART1 expression. In addition, we also limited our inclusion to patients with stage I-III NSCLC who received surgical treatment. Therefore, sufficient NSCLC specimens and adjacent normal tissues were curtained. After that, we examined the relative expression of PART1 in NSCLC specimens in comparison with corresponding non-tumor normal tissues to minimize individual differences.
This study has some limitations, including the limited clinical information and high heterogeneity in postoperative chemotherapy regimens. In addition, the possibility of patient selection bias could not be excluded, because some patients were unable to tolerate surgery due to comorbidities, terminal illness, or poor performance status. As our conclusion is limited to stage I-III NSCLC patients, further research is needed to confirm our conclusion in all stage NSCLC patients.
In summary, our study provides evidence that PART1 is an independent prognostic factor of OS and DFS for stage I-III NSCLC patients. Future study should focus on the verification of our findings and the biological function of PART1 in lung cancer tissues.
Materials and Methods
Study Design
The present research was approved by the Ethics Committees of Shanghai 10th People's Hospital and Shanghai Pulmonary Disease Hospital (Shanghai, China). All patients or family members provided written informed consent and indicated willingness to donate their tissue samples for research. The inclusion criteria were patients who were histologically diagnosed with NSCLC by two senior pathologists, provided sufficient NSCLC specimens and normal tissues for RNA isolation, and received complete tumor resection. The exclusion criteria were patients who had received chemotherapy or radiotherapy before surgery; patients with a self-reported previous history of cancer history or who were diagnosed with new cancers; patients with metastasis from other organs, and those who refused to sign the informed consent.
Briefly, a total of 208 NSCLC patients from Shanghai Pulmonary Disease Hospital (Shanghai, China) between January 2009 and May 2009 were enrolled in this study. Fresh clinical NSCLC specimens and adjacent normal tissues were collected within 10 minutes after surgical removal. The samples were then dipped into liquid nitrogen and conserved in a −80°C freezer for mRNA extraction. Clinicopathologic features and follow-up data of the 208 patients were collected at the first visit and follow-ups every 3 month by telephone.
The present study was designed as a screening phase and a validation phase. In the initial screening phase, tissue-specific expression of PART1 was analyzed in a small group of 20 NSCLC patients. In the subsequent validation phase, PART1 expression in tissues from NSCLC patients were evaluated in a large and independent cohort of 208 patients.
RNA isolation and qRT-PCR from tissues
Total RNA was extracted from NSCLC specimens and adjacent normal tissues using Trizol reagent (Invitrogen, Carlsbad, CA) according to the manufacturer's protocol. Briefly, the sample was homogenized in 10 volume TRI Reagent and centrifuged at 12,000 xg for 10 min at 4°C. The supernatant was transferred to a fresh tube, to which 100 μL BCP per 1 mL of TRI Reagent solution was added for homogenization. The tube was then centrifuged at 7,500 x g for 5 min to remove the ethanol. The RNA pellet was air dried briefly. Total RNA was dissolved in THE RNA Storage Solution. cDNA for RT-PCR was synthesized with the PrimeScript RT Master Mix (Perfect Real Time) kit. β-actin was used as an internal control. PART1 primers used were: Forward 5'-AAGGCCGTGTCAGAACTCAA-3' and Reverse 5'-GTTTTCCATCTCAGCCTGGA-3'. β-actin primers used were: Forward 5'-ATCATGTTTGAGACCTTCA ACA-3' and Reverse 5'-CATCTCTTGCTCGAAGTCC A-3'. qRT-PCR was performed in an ABI Prism 7600 system (Applied Biosystems, USA) according to the manufacturer's instructions, with the following cycling conditions: 95℃ for 10 min, followed by 45 cycles at 95℃ for 15s and 60℃ for 45 s. The gene expression data was calculated with the 2 -ΔΔCt method.
Statistical Analysis
Statistical analysis was carried out using Medcalc version 11.2 (Broekstraat52, Mariakerke, Belgium). χ 2 test was used for categoric data. Survival curves were estimated using the Kaplan-Meier method, and differences in survival distributions were evaluated by the log-rank test. OS and DFS were measured for each patient. The Cox proportional-hazards regression model was used to estimate hazard ratios for recurrence and prognosis. A value of < 0.05 was considered statistically significant.
